ABSTRACT Streptococcus pneumoniae is a pathogenic bacterium found most commonly in the respiratory tract of humans and is a common cause of pneumonia and bacterial meningitis. Here, we report the draft genome sequences of six S. pneumoniae strains: CCUG 1350, CCUG 7206, CCUG 11780, CCUG 33774, CCUG 35180, and CCUG 35272. 
S
treptococcus pneumoniae (pneumococcus) is an alpha-hemolytic clinically relevant bacterium that causes infections in humans worldwide (1, 2) . Although S. pneumoniae is observed among the normal nasopharyngeal microbiota in children and resides asymptomatically in most healthy carriers, it is also the most common cause of bacterial meningitis in adults and a common cause of pneumonia and mortality in the elderly (1, 2). There are 97 different serotypes of capsulated pneumococci (3), identified by variations in the polysaccharide capsule. Current 23-valent and 13-valent pneumococcal vaccines target different capsular serotypes (1, 2) . In this project, the genome sequences of six S. pneumoniae strains, CCUG 1350, CCUG 7206, CCUG 11780, CCUG 33774, CCUG 35180, and CCUG 35272, isolated from different clinical samples in blood, cerebrospinal fluid, and the nasopharynx, have been determined and analyzed. The strains were cultivated and DNA extracted as previously described (4). DNA was sequenced with an Illumina MiSeq instrument (SciLifeLab, Stockholm, Sweden), generating paired-end reads of 300 bp. The data are presented in Table 1 . Sequence reads were trimmed and assembled de novo with CLC Genomics Workbench version 8 (CLC bio, Aarhus, Denmark). Assembly quality was assessed using Quast version 3.1 (5) . Following trimming, the average length of reads was 245 bp. The genome sequences were annotated using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (6) . The statistics for each draft genome sequence are summarized in Table 1 . Comparative analyses of the genome sequences, by average nucleotide identity based on BLAST (ANIb) (7), using JSpecies version 1. 
